ABSTRACT Surface water systems in South Africa are experiencing a major decline in quality due to various anthropogenic factors. This poses a possible health risk for humans. Here, we present the draft genome sequences of three Clostridium perfringens isolates obtained from a fecally polluted river system in the North West province of South Africa.
resistance genes (ARGs) in deepARG (v.2.0) (12, 13) . Average nucleotide identity (ANI) was determined by OrthoANI (v.1.4) (14) . Default parameters were used for all software unless otherwise specified.
In silico analysis of the C. perfringens strains (Table 1) created, on average, 110 to 205 scaffolds, with an overall average genome coverage of 186ϫ. Draft genomes were generated with a total length of between 3.44 Mbp and 3.6 Mbp and an average GϩC content of 28.18%.
The draft genomes described here were also analyzed for the presence of VF and ARGs. This revealed 35 genes that encode VF such as hemolysins, enterotoxins, sialidase, collagenase, perfringolysin O, and alpha-clostripain. The genome assembly also revealed the presence of four hyaluronidase genes, as well as two members of the double-component VirR/VirS regulon. The ARG analysis revealed the presence of macrolide-lincosamide-streptogramin, ␤-lactam, trimethoprim, tetracycline, kasugamycin, and bacitracin genes. They also harbored the vanRI and vanRG genes, which encode glycopeptides, and vgaB, arlR, and MepA, which are responsible for multidrug-resistant efflux pumps.
Genomic comparison with the well-characterized C. perfringens strain 13 (GenBank accession number BA000016) resulted in values of between 98.50% and 98.52%. Therefore, our three C. perfringens strains can be classified as type A strains, which are human pathogens.
Data availability. These draft genome assemblies have been deposited at GenBank under the accession numbers RQNR00000000 (Clostridium perfringens SC4-C13), RQNQ00000000 (Clostridium perfringens SC4-C17), and RQNP00000000 (Clostridium perfringens SC4-C24). The Sequence Read Archive accession numbers are SRR8867692, SRR8867693, and SRR8867691, respectively. We thank the Centre for High Performance Computing in Cape Town, South Africa (program number CBBI0890) for access to computing resources.
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